ABSTRACT Zymomonas mobilis subsp. mobilis is an efficient ethanol producer with application for industrial production of biofuel. To supplement existing Z. mobilis genomic resources and to facilitate genomic research, we used Oxford Nanopore and Illumina sequencing to assemble the complete genome of the beer spoilage isolate Z. mobilis subsp. mobilis strain NRRL B-1960.
spaced short palindromic repeat (CRISPR) arrays were predicted using CRISPRFinder (16) . The genome contains 1,971 protein-coding genes, 3 rRNA gene loci, 51 tRNAencoding genes, and 3 CRISPR arrays.
Phylogenetic analysis of 74,852 polymorphic sites across the sequenced natural isolates of Z. mobilis indicates that the NRRL B-1960 genome is most closely related to the NCIMB 11163 strain, which was isolated from spoiled beer in England (5). We conservatively identified 11 genes unique to the NRRL B-1960 genome, including 2 TonB-dependent receptor-encoding genes, via BLAST (17) searches of the NRRL B-1960 genes against the 5 sequenced Z. mobilis genomes (4) (5) (6) (7) (8) .
Accession number(s). The Zymomonas mobilis subsp. mobilis NRRL B-1960 genome was assigned GenBank accession number CP021053 for the chromosome and accession numbers CP021791 and CP021792 for the plasmids.
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